. Flowchart of the network analysis. We performed metabolitemetabolite correlation within each stage in order to obtain a correlation matrix for all developmental stages. Then, a permutation test was applied in order to obtain a r-threshold at a significance level of 0.001. Using this threshold, a network was derived from the corresponding adjacency matrix. Network operations were perfomed using the package igraph and network visualization with cytoscape as indicated. For the rest of computation, custom R-scripts were used. Supplementary Fig.4 for the full heatmap.
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